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NTDB id 1120219 EL111 RS07405 WP 123795829.1 MNPNRPFSIPATLLRFILPCWVIGVVLSFALPAIPHWAVWPSAFALLAAAGLRWRTAWLLLVLLLGTGYGVWRTENALSA 80
NTDB id 1128 NGFG RS01490 WP 020997305.1 ...........MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSS 69
consensus *********** !* !!!!!*!! *!!!!* *!!!* !* !!!*!! * !* ! !*!**! ! *!!!*!!! !!!
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NTDB id 1120219 EL111 RS07405 WP 123795829.1 QWPLHRSEAAELTIEVADIPRINEKRVQFTATARHSSGQTFTLLLSDYQLRDWAVGSRWQVSARVRPVIGEVNLRGFNRE 160
NTDB id 1128 NGFG RS01490 WP 020997305.1 QWRAEAVSGVPLTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNRE 149
consensus !!* * * *!!*!! !*!! *!!!! ! ! *! ! !! !!!!!! !*!!!!!!! **!!!*!!*!!*!!!! !!!
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NTDB id 1120219 EL111 RS07405 WP 123795829.1 TWALANGIGGVGTIGKVRQPLADGSRANLTALRETVSRRWQHTPEYGHDFADGIALMRALSIGEQSALRPELWQAFRPLG 240
NTDB id 1128 NGFG RS01490 WP 020997305.1 AWALSNGVGGVGTVGADRVLLHGGSGWGIAVWRSRISRNWRQADA.DGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLG 228
consensus !!! !!*!!!!!*! ! *!* !! * ! *!! ! * * * * !!!*!!!!!!*!!!!!!!! !!!!!!!!!

logo LTHLVS I SGLHVTMI
VALVLMAFAGWLAVKQRFLLARCRLSPFRLTPAKRPRALWI

VLAFAGGCLASAGALFLYAGLLMAGFGSVPTQRS IVLMLAAFAWATWRWRGSR
NTDB id 1120219 EL111 RS07405 WP 123795829.1 LTHLVSISGLHVTMIALMAGWLVKQFLRRLPFTPAKPRLWILFGGLSAALLYAGMAGFGVPTQRSILMLAAFAWTWWRSR 320
NTDB id 1128 NGFG RS01490 WP 020997305.1 LTHLVSISGLHVTMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGR 308
consensus !!!!!!!!!!!!!!*!** *!! ! ! * ! !!*!! !*! *!* *!! !! *!!! !!!!!!*!!!!!!!! ! ! !

logo

TL
SSAVWAGTWWQALAAVLLFLDPLASVLGVGTWLSFGLVAAL IWAGCSASGRLQYEIGRGKLRQTALVRGQWAASVCLS ILVLLGHYLFAASLPL IVS

NTDB id 1120219 EL111 RS07405 WP 123795829.1 TSSVWAGWWQALAAVLLLDPLSVLGVGTWLSFGLVAALIWGSSGRLQIRGLQTALRGQWAASVCSIVLLGHLFAALPLIS 400
NTDB id 1128 NGFG RS01490 WP 020997305.1 .LSAWATWWQALAAVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVS 387
consensus * ! !! !!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!** !!! !!!*!!!!!!!!*!*!!!!*!!! !!!*!
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NTDB id 1120219 EL111 RS07405 WP 123795829.1 PIINAIAIPWFSWVLTPLALSASALPFTPLQWTAAALAEYTLRFLLWLAAYAPEWPVAAAPLPLTLFAAAASLLILLPRG 480
NTDB id 1128 NGFG RS01490 WP 020997305.1 PLVNAVSIPWFSWVLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRG 467
consensus !**!!* !!!!!!!!!!!!! *! *!! !!! *! !!!!!!!!!*!!! !!**!!!!!!!! * ! *! !!*!!!!!
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NTDB id 1120219 EL111 RS07405 WP 123795829.1 LGLRPLAWLVLAAFVFYRPEKVETGRLQITVMDSGQGLSVLLQTARRTLLFDTATLPTAVSNIIPTLNALGIRRLDALVL 560
NTDB id 1128 NGFG RS01490 WP 020997305.1 LGLRPWAVLLLAGFVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVL 547
consensus !!!!! ! !*!!*!! !!!! !* *!! ! !!!!!!!* !! !*!!!!!*!** ! * !*!*!!! !*!!!! !!!
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NTDB id 1120219 EL111 RS07405 WP 123795829.1 SHHDNDHDGGFAAVQQYTQPATLWAGQPEYYPNAQPCRRQQWQWDNVWFEFLTLPAHDNQADNDQSCILRAVAGGEAILL 640
NTDB id 1128 NGFG RS01490 WP 020997305.1 SHHDSDHDGGFQAVGKIP.NGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLV 626
consensus !!!! !!!!!! !! **** **!!!!!*!* ! ! ! !!!! ! !!!! ** * ! !! !!*!! !!!! !*!*

logo TGDLADKTKGEELASLLVEGKQYGGSKNLYSQVL IVLGHHGSNSTASSSGTVFLNATVSPEQYAVASSGYAGNAYGKHPTEPAVQNTRVRSAHGIKTLLRT
NTDB id 1120219 EL111 RS07405 WP 123795829.1 TGDLAKKGELALLEQYGSKLYSQVLILGHHGSNSASSGTFLNTVSPQYAVASSGYGNAYGHPTPAVQTRVSAHGITLLRT 720
NTDB id 1128 NGFG RS01490 WP 020997305.1 TGDLDTKGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRT 706
consensus !!!! !!! !* !! !!!!!!*!!!!!!!* !!! !!! !!! !!!!!!!!*!!! !!!*!!! !! !!!! !!!!

logo DLQSGALQRFEGLGRSGEGPVKYARGQRLQRKVHYKFYWQKKPFDEYYSR IK
NTDB id 1120219 EL111 RS07405 WP 123795829.1 DQSGALRFELGSGEPYRGRLQKHKFYWQKKPFDYYSRIK 759
NTDB id 1128 NGFG RS01490 WP 020997305.1 DLSGALQFGLGRGGVKAQRLRVYKFYWQKKPFE...... 739
consensus ! !!!! ! !! ! * !! *!!!!!!!!!*******
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